Search History Transcript 



Page 1 of 1 



WEST Search History 

Hide items :l '"-km^yj - j^l jCjroell 
DATE: Tuesday, December 07, 2004 



Hide? Set Name Query Hit Count 

DB^PGPB.USPT.EPAB; PLUR=YES; OP=ADJ 
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L9 
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n 
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5 


n 


L6 


L5 and LI 


62 
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L5 


plasminogen 
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n 


L4 
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L3 
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57 


□ 


L2 
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LI 
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END OF SEARCH HISTORY 



http://westbrs:9000^in/cgi-bin/srchhist.pl?state=tpm3r.26.1&f=TOCl&userid=bfetterolf 12/7/04 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title : 

Perfect score; 
Sequence : 



November 22, 2004, 12:21:54 ; Search time 116 Seconds 

(without alignments) 
522.631 Million cell updates/sec 

US-09-763-720-1 
870 

1 GNEASYPLEMCSHFDADEIK EEFCAWGGLDIHKKMWDV 169 



2002273 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2002273 seqs, 358729299 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_2 3Sep04 : * 

1 : gene s eqp 1980s:* 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4 : geneseqp2001s : * 

5 : geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8 : geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 


870 


100 


0 


169 


7 


ADE55926 


Ade55 926 


2 


870 


100 


0 


169 


7 


ADE55928 


Ade55928 


3 


870 


100 


0 


170 


2 


AAW64200 


Aaw64 200 


4 


870 


100 


0 


170 


3 


AAB09978 


Aab09978 


5 


870 


100 


0 


170 


8 


ADI27357 


Adi27357 


6 


762 


87 


6 
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4 


ABB60493 


Abb60493 


7 


739 


84 


9 
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4 


ABB65554 


Abb65554 


8 


733 


84 


3 


170 


4 


AA014411 


Aaol4411 


9 


733 


84 


3 


173 


4 


AAB64410 


Aab64410 



Rat Prote 
Human Pro 
Human cal 
Human HCN 
Human cal 
Drosophil 
Drosophil 
Calcineur 
Amino aci 
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84. 


,3 
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6 


ADA55632 
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Aau87327 


Novel cen 
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Aam95239 


Human rep 


14 


733 


84 . 


, 3 


189 


4 


AAM43639 
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21 
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84 , 


.3 
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8 
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22 
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83. 


.7 
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3 
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23 
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57. 


.0 
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2 
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24 
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45 , 


.2 


90 


3 
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Human sec 


25 


373 .5 


42 . 


.9 


178 


3 


AAY77951 


Aay77 951 


A. thalia 


26 


340.5 


39. 


.1 


195 


6 


ABG74662 


Abg74662 


Murine Ca 


27 


337.5 


38, 


.8 
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6 


ABG74856 


Abg74856 


Human cal 


28 


337 .5 


38 , 


.8 
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7 
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Add46021 


Human Pro 
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337.5 
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.8 
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337 .5 


38. 
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Human Pro 
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38, 


. 8 
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Human Ca2 
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38, 


.8 
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6 
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Protein d 


34 
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37, 


.0 
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ABB58936 


Abb58936 


Drosophil 


35 
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33 , 


.6 
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4 


AAM43642 


Aam43642 


Human pol 


36 
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33 


.6 
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4 


AAU19948 
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Novel hum 


37 


292 
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.6 
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4 
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Aau87620 
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38 


292 


33 


. 6 
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ADI54935 


Adi54935 


Novel hum 


39 


292 


33 


.6 


207 


8 


ADM24663 


Adm24 663 


Human PRO 


40 


291 


33 


.4 


196 


4 


AAM78527 


Aam78527 


Human pro 


41 


291 


33 


.4 


196 


6 


ABG74656 


Abg74656 


Human Ca2 


42 


291 


33 


.4 


196 


8 


ADN04220 


Adn04220 


Antipsori 


43 


291 


33 


.4 


210 


4 


AAU87336 


Aau87336 


Novel cen 


44 


291 


33 


.4 


210 
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ADI54651 


Adi54651 


Novel hum 


45 


289 


33 


.2 
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ABB11947 


Abbll947 


Human hep 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f ramej)lus_p2n model 

Run on: November 23, 2004, 10:45:45 ; Search time 2592 Seconds 

{without alignments) 
3083.318 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



US-09-763-720-1 
870 

1 GNEASYPLEMCSHFDADEIK EEFCAWGGLDIHKKMWDV 169 

BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 
Ygapop 10.0 , Ygapext 0.5 
Fgapop 6.0 , Fgapext 7 . 0 
Delop 6,0 , Delext 7.0 



Searched : 



4526729 seqs , 23644849745 residues 



Total number of hits satisfying chosen parameters: 9053458 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=f rame+_p2n . model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US09763 72 0/runat_23 112 004^10453 7_3636/app_query.fasta_l. 
327 

-DB=GenEmbl -QFMT=fastap -SUFFIX=rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bitS -START=1 -END=-1 -MATRIX-blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 -MODE=LOCAL 
-0UTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US09763720_®CGN_l_l_5600_®runat_23112004__104537_3 636 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=120 -WARN_TIME0UT=3 0 -THREADS=1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAP0P=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0 . 5 -DEL0P=6 -DELEXT=7 



Database 



GenEmbl : * 


1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_jpr : * 


10 : 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


870 


100. 


0 


513 


9 


CR456938 


CR456938 Homo sapi 


2 


870 


100 . 


0 


530 


10 


RATCALCB 


L03 554 Rattus norv 


3 


870 


100 . 


0 


796 


6 


AX401980 


AX401980 Sequence 


4 


870 


100. 


0 


796 


10 


RATRSCDPP 


D14568 Rattus norv 
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870 


100. 
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AX827396 
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10 
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Method fo 


19 


870 


100, 
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.9 
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AB041524 
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28 
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AY089602 
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Drosophil 


30 
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AF287251 
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Bombyx mo 


31 
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.6 


1174 


3 


DROCALCB 


M97215 Drosophila 


32 


762 


87 , 


.6 


1176 


6 


CQ580512 


CQ580512 


Sequence 


33 


762 


87 , 


.6 


1235 


3 


AY070642 


AY070642 


Drosophil 


34 


762 


87, 


.6 


3176 


6 


CQ580511 


CQ580511 


Sequence 


35 


762 


87 , 


.6 


27621 


2 


AC020338 


AC020338 


Drosophil 


36 


762 


87 , 


.6 


167902 


3 


AC104604 


AC104604 


Drosophil 


37 


762 


87 , 


.6 


170129 


3 


AC023712 


AC023712 


Drosophil 


38 


762 


87, 


.6 


303698 


3 


AE003434 


AE003434 


Drosophil 


39 


749.5 


86, 


.1 


222663 


2 


AC097549 


AC097549 


Rattus no 


40 


734,5 


84 


.4 


1266 


3 


AY220751 


AY220751 


Schistoso 


41 


733 


84 , 


.3 


510 


6 


AX259269 


AX259269 


Sequence 


42 


733 


84 


.3 


851 


9 


AF145026 


AF145026 


Homo sapi 


43 


733 


84 


.3 


879 


6 


AX058224 


AX058224 


Sequence 


44 


733 


84 


.3 


905 


9 


AF400667 


AF400667 


Homo sapi 


45 


733 


84 


.3 


1035 


9 


BC066299 


BC066299 


Homo sapi 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame j>lus_p2n model 

Run on: November 23, 2004, 10:45:45 ; Search time 389 Seconds 

(without alignments) 
2280.597 Million cell updates/sec 

Title: US-09-763 -720-1 

Perfect score: 870 

Sequence: 1 GNEASYPLEMCSHFDADEIK EEFCAWGGLDIHKKMWDV 169 



Scoring table: 



BLGSUM62 

Xgapop 10,0 , Xgapext 0.5 



Ygapop 10.0 , Ygapext 0.5 
Fgapop 6.0 , Fgapext 7 . 0 
Delop 6.0 , Delext 7.0 

Searched: 4134886 seqs, 2624710521 residues 

Total number of hits satisfying chosen parameters: 8269772 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=f rame+_p2n . model -DEV=xlp 

Q=/cgn2_l/USPTO_spoolj>/US097 63 720/runat_23112 004_10453 7_3 62 9/app_query . fasta_l . 
327 

-DB=N_Geneseq_2 3Sep04 -QFMT=fastap -SUFFIX=rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 -TRANS=human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
-MODE=LOCAL -0UTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US0976372 0_@CGN_l_l_708_®runat_23112004_104 53 7_362 9 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=120 -WARN_TIME0UT=3 0 -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 



Database 



N_Gene s eq_2 3 S ep 0 4 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 



geneseqnl980s : * 
geneseqnl990s : * 
gene seqn2 000s : * 
geneseqn2001as : * 
geneseqn2 001bs : * 
geneseqn2002as : * 
geneseqn2002bs : * 
geneseqn2003as : * 
geneseqn2003bs : * 
geneseqn2003cs : * 
geneseqn2003ds : * 
geneseqn2 004s : * 



Pred. No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


870 


100 


0 


796 


6 


ABK63749 


Abk63749 Rat seque 


2 


870 


100 


0 


796 


10 


ADB52863 


Adb52 863 Primary r 


3 


870 


100 


0 


2548 


12 


ADI27256 


Adi27256 Human cDN 


4 


819 


94 


1 


676 


6 


ABT09354 


Abt09354 Phase-1 R 


5 


819 


94 


. 1 


676 


12 


ADH22712 


Adh22712 Partial D 



6 


766 


88. 


0 


718 


4 


ABL17475 


Abll7475 Drosophil 


7 


762 


87 . 


6 


1176 


4 


ABL07353 


Abl07353 Drosophil 


8 


762 


87. 


6 


3176 


4 


ABL07352 


Abl07352 Drosophil 


9 


733 


84. 


3 


510 


5 


AAK98734 


Aak98734 Calcineur 


10 


733 


84 . 


3 


879 


4 


AAF32679 


Aaf32 679 Human cDN 


11 


733 


84 . 


,3 


1052 


4 


AAL04 83 9 


Aal04839 Human rep 


12 


733 


84 . 


3 


1052 


4 


AAS31679 


Aas31679 Genomic s 


13 


733 


84. 


,3 


1052 


4 


ABL97733 


Abl97733 Human tes 


14 


733 


84 . 


.3 


1075 


4 


ABK43657 


Abk43657 DNA encod 


15 


733 


84 , 


,3 


1075 


12 


ADI54044 


Adi54 044 cDNA enco 


16 


733 


84 , 


,3 


1077 


4 


AAL012 09 


Aal01209 Human rep 


17 


733 


84. 


,3 


1077 


4 


AAI63870 


Aai63870 Human pel 


18 


733 


84 . 


, 3 


1077 


4 


AAI63945 


Aai63945 Human pol 


19 


733 


84 . 


, 3 


1077 


4 


AAS31636 


Aas31636 cDNA enco 


20 


733 


84 . 


.3 


1077 


4 


ABL96668 


Abl96668 Human tes 


21 


733 


84 , 


.3 


1077 


4 


ABK43 94 5 


Abk43 945 DNA encod 


22 


733 


84 . 


.3 


1077 


12 


ADI54332 


Adi54332 cDNA enco 


23 


733 


84 . 


.3 


1077 


12 


ADM24496 


Adm244 96 Human PRO 


24 


733 


84 . 


. 3 


1077 


12 


ADM24421 


Adm24421 Human PRO 


25 


733 


84 . 


.3 


2189 


10 


ADA53993 


Ada53993 Human cod 


26 


728 


83 . 


,1 


517 


3 


AAA40097 


Aaa4 0 0 97 Human CNB 


27 


671.5 


77 . 


.2 


3701 


4 


ABL17474 


Abll7474 Drosophil 


28 


596 


68 , 


.5 


454 


8 


ABZ19625 


Ab2l9625 Group III 


29 


528 


60, 


.7 


341 


10 


ADF66439 


Adf664 3 9 Human mic 


30 


496 


57, 


.0 


525 


2 


AAX27120 


Aax27120 Calcineur 


31 


458 .5 


52 


.7 


647 


3 


AAF07633 


Aaf07633 Fusarium 


32 


449 


51, 


.6 


1024 


10 


ABZ83275 


Abz83275 Toxicolog 


33 


393 


45, 


.2 


296 


3 


AAC02996 


Aac02 996 Human sec 


34 


374.5 


43 


. 0 


683 


3 


AAF12620 


Aafl2620 Aspergill 


35 


373 .5 


42 


.9 


771 


3 


AAZ98331 


Aaz98331 A. thalia 


36 


337.5 


38 


.8 


800 


6 


ABK84388 


Abk84 3 88 Human cDN 


37 


337.5 


38 


.8 


800 


8 


ACA89890 


Aca89890 Gene diff 


38 


334 , 5 


38 


.4 


568 


3 


AAF14941 


Aafl4 941 Trichoder 


39 


321.5 


37 


.0 


746 


4 


ABL04239 


Abl04239 Drosophil 


40 


320 


36 


.8 


600 


10 


ADG79122 


Adg79122 Calcineur 


41 


315.5 


36 


.3 


3647 


4 


ABL04238 


7^3104238 Drosophil 


42 


294 


33 


. 8 


600 


10 


ADG79121 


Adg7 9121 Calcineur 


43 


292 .5 


33 


.6 


477 


3 


AAC93769 


Aac93769 Cat flea 


44 


292 


33 


.6 


829 


4 


AAI63948 


Aai63 94 8 Human pol 


45 


292 


33 


.6 


829 


4 


AAS31633 


Aas31633 cDNA enco 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: November 23, 2004, 13:34:48 ; Search time 40 Seconds 

(without alignments) 
406.516 Million cell updates/sec 

Title: US -09-763 -720-1 

Perfect score: 870 

Sequence: 1 GNEASYPLEMCSHFDADEIK EEFCAWGGLDIHKKMWDV 169 



Scoring table: BL0SUM62 



Gapop 10,0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database 



PIR_79:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Fred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


870 


100 


0 


170 


1 


A33391 


calcineurin regula 


2 


870 


100 


0 


170 


1 


S34127 


calcineurin regula 


3 


870 


100 


0 


216 


1 


S42716 


calcineurin regula 


4 


865 


99 


4 


170 


1 


JC1220 


calcineurin regula 


5 


784 


90 


1 


170 


2 


JC7242 


calcineurin regula 


6 


766 


88 


0 


170 


2 


JC5174 


calcineurin regula 


7 


762 


87 


6 


170 


2 


A44307 


calcineurin regula 


8 


704 


80 


9 


369 


2 


T22708 


hypothetical prote 


9 


702 


80 


7 


179 


2 


JC1221 


calcineurin regula 


10 


699 


80 


3 


176 


2 


JQ1232 


calcineurin regula 


11 


620 


71 


3 


165 


2 


PS0261 


calcineurin regula 


12 


528 


60 


7 


174 


2 


T47245 


calcineurin regula 


13 


496 


57 


0 


175 


2 


JH0462 


phosphoprotein pho 


14 


483 


55 


5 


174 


2 


T41632 


probable calcineur 


15 


316.5 


36 


4 


213 


2 


T31775 


hypothetical prote 


16 


303 .5 


34 


9 


195 


2 


T28047 


hypothetical prote 


17 


255 


29 


3 


311 


2 


T21563 


hypothetical prote 


18 


233 . 5 


26 


8 


150 


2 


T07122 


calmodulin CAM5 - 


19 


233.5 


26 


8 


151 


2 


A71409 


calmodulin 8 [impo 


20 


230 


26 


4 


591 


2 


S54788 


calcium- stimulated 


21 


229.5 


26 


4 


149 


2 


S35187 


calmodulin 6 - Ara 


22 


228.5 


26 


3 


149 


1 


S53006 


calmodulin - leaf 


23 


228.5 


26 


3 


149 


1 


MCPZDC 


calmodulin - carro 


24 


228.5 


26 


3 


149 


1 


S22503 


calmodulin [simila 


25 


228.5 


26 


3 


149 


1 


S22971 


calmodulin - trump 


26 


228.5 


26 


3 


149 


1 


S40301 


calmodulin - red b 


27 


228.5 


26 


3 


149 


1 


S70768 


calmodulin CAM81 - 


28 


228.5 


26 


3 


149 


2 


T47417 


calmodulin 7 [simi 


29 


228.5 


26 


3 


149 


2 


H84667 


calmodulin {cam2) 



30 


227. 


.5 


26, 


.1 


149 


1 


MCBH 


calmodulin 


- barle 


31 


227. 


. 5 


26. 


.1 


149 


1 


MCWT 


calmodulin 


- wheat 


32 


227. 


.5 


26, 


.1 


149 


2 


S24952 


calmodulin 


1 (clon 


33 


226. 


.5 


26. 


.0 


149 


2 


S58311 


calmodulin 


- Biden 


34 


226. 


.5 


26. 


.0 


149 


2 


S60237 


calmodulin 


PCM2/PC 


35 


225. 


.5 


25, 


.9 


149 


1 


MCZQF 


calmodulin 


- malar 


36 


224. 


. 5 


25 , 


.8 


149 


1 


MCAA 


calmodulin 


- alfal 


37 


224 . 


.5 


25. 


. 8 


149 


2 


S22860 


calmodulin 


2 (clon 


38 


223 . 


.5 


25. 


.7 


149 


1 


151202 


calmodulin 


- duck 


39 


223 . 


.5 


25. 


.7 


149 


1 


MCCH 


calmodulin 


- chick 


40 


223 . 


. 5 


25. 


.7 


149 


1 


MCEE 


calmodulin 


- elect 


41 


223. 


.5 


25. 


.7 


149 


1 


MCHU 


calmodulin 


[valida 


42 


223. 


.5 


25. 


,7 


149 


1 


MCRT 


calmodulin 


[valida 


43 


223 . 


.5 


25. 


.7 


149 


2 


JC1305 


calmodulin 


- Japan 


44 


223 . 


. 5 


25. 


.7 


149 


2 


151402 


calmodulin 


- Afric 


45 


223 . 


.5 


25. 


.7 


149 


2 


S37707 


calmodulin 


- mouse 



GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: November 23, 2004, 10:45:45 ; Search time 3034 Seconds 

(without alignments) 
2029.768 Million cell updates/sec 



Title : US -09 -763 -720-1 

Perfect score: 870 

Sequence: 1 GNEASYPLEMCSHFDADEIK EEFCAWGGLDIHKKMWDV 169 



Scoring table: 



BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched: 



32822875 seqs , 18219865908 residues 



Total number of hits satisfying chosen parameters: 



65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-MODEL=f rame+_p2n . model -DEV=xlp 

Q=/cgn2_l/USPT0_spool j>/US097 6372 0/runat_23 112 004_10453 8_364 8/app_query. fasta_ 

327 

-DB=EST -QFMT=fastap -SUFFIX=rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 -MODE=LOCAL 



-0UTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 

-USER=US 0 9763 72 0_®CGN_1_1_5 1 8 0_®runa t_2 311200 4_10453 8_3 64 8 -NCPU= 6 - ICPU=3 

-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIME0UT=3 0 -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 

Database : EST:* 



1 


gb_estl : 


* 


2 


gb_est2 : 


* 


3 


gb_htc : * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


* 


6 


gb_est5 : 


* 


7 


gb_est6 : 


* 


8 


gb_gssl : 


* 


9 


gb_gss2 : 


•k 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length DB 


ID 


Description 


1 


870 


100 


0 


543 


5 


BQ617594 


BQ617594 


faa65dll . 


2 


870 


100 


0 


632 


5 


BQ396782 


BQ396782 


NISC_ng22 


3 


870 


100 


0 


694 


1 


AJ449933 


AJ449933 


AJ449933 


4 


870 


100 


0 


704 


5 


BX852145 


BX852145 


BX852145 


5 


870 


100 


0 


725 


5 


BX731180 


BX731180 


BX731180 


6 


870 


100 


0 


732 


7 


CK694046 


CK694046 


ZFIOI-POO 


7 


870 


100 


0 


744 


4 


BJ069874 


BJ069874 


BJ069874 


8 


870 


100 


0 


785 


7 


CR409344 


CR409344 


CR409344 


9 


870 


100 


0 


787 


7 


CK309466 


CK309466 


SB02049B1 


10 


870 


100 


0 


788 


7 


CF999354 


CF999354 


AGENCOURT 


11 


870 


100 


0 


793 


6 


CA320261 


CA320261 


UI-M-FWO- 


12 


870 


100 


0 


806 


7 


CK024626 


CK024626 


AGENCOURT 


13 


870 


100 


0 


862 


6 


CD358564 


CD358564 


AGENCOURT 


14 


870 


100 


0 


874 


7 


CR415089 


CR415089 


CR415089 


15 


870 


100 


0 


941 


7 


CK697326 


CK697326 


ZFIOI-POO 


16 


870 


100 


0 


1015 


7 


CN062381 


CN062381 


Ag2_j)3 6_J 


17 


870 


100 


0 


1352 


3 


CR719704 


CR719704 


Tetraodon 


18 


866 


99 


5 


754 


6 


CA320149 


CA320149 


UI-M-FWO- 


19 


864 


99 


3 


557 


4 


BG511941 


BG511941 


dad30dl0 . 


20 


864 


99 


3 


598 


4 


BG159744 


BG159744 


de68a05 .y 


21 


863 


99 


2 


884 


7 


C0771498 


C0771498 


testis_ES 


22 


860 


98 


9 


801 


5 


BX876992 


BX876992 


BX876992 


23 


860 


98 


9 


815 


7 


CR409418 


CR409418 


CR409418 


24 


860 


98 


9 


861 


6 


CA793813 


CA793813 


AGENCOURT 


25 


859 


98 


7 


577 


7 


CN677314 


CN677314 


A0994E09- 


26 


859 


98 


7 


1275 


3 


CR664353 


CR664353 


Tetraodon 


27 


859 


98 


7 


1384 


3 


CR685150 


CR685150 


Tetraodon 


28 


857 


98 


5 


641 


4 


BJ068201 


BJ068201 


BJ068201 


29 


857 


98 


5 


810 


7 


CN226007 


CN226007 


WLA082F10 


30 


854 


98 


2 


846 


1 


AL528885 


AL528885 


AL528885 


31 


851 


97 


8 


692 


1 


AJ453031 


AJ453031 


AJ453031 



32 


850 


97. 


.7 


666 


1 


AL848613 


AL848613 


AL848613 


33 


850 


97, 


. 7 


790 


6 


CA315198 


CA315198 


UI-M-FWO- 


34 


846 


97. 


.2 


1283 


3 


CR675015 


CR675015 


Tetraodon 


35 


844 


97, 


.0 


647 


1 


AL650076 


AL650076 


AL650076 


36 


844 


97. 


.0 


690 


5 


BX485177 


BX485177 


DKFZp686B 


37 


844 


97. 


.0 


892 


7 


CR583442 


CR583442 


CR583442 


38 


841 


96. 


.7 


681 


4 


BI850954 


BI850954 


imageqc_l 


39 


839 


96 . 


.4 


684 


1 


AJ448377 


AJ448377 


AJ448377 


40 


830 


95. 


.4 


693 


7 


CF737405 


CF737405 


UI-M-HDO- 


41 


829 


95. 


.3 


668 


7 


CN088515 


CN088515 


EC2BBA3 0A 


42 


827 


95 . 


. 1 


718 


7 


CN527485 


CN527485 


UI-M-HQO- 


43 


826 


94, 


.9 


701 


4 


BI394649 


BI394649 


pgpln.pkO 


44 


824 


94 , 


.7 


594 


4 


BI476144 


BI476144 


fp52h05 .y 


45 


824 


94 , 


. 7 


882 


5 


BX702992 


BX702992 


BX702992 



GenCore version 5.1-6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: November 23, 2004, 13:28:03 ; Search time 131 Seconds 

(without alignments) 
742.277 Million cell updates/sec 

Title: US -09 -763 -720-1 

Perfect score: 870 

Sequence: 1 GNEASYPLEMCSHFDADEIK EEFCAWGGLDIHKKMWDV 169 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 1825181 seqs, 575374646 residues 

Total number of hits satisfying chosen parameters: 1825181 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_02 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


870 


100 


. 0 


169 


1 


CALB HUMAN 


P06705 homo sapien 


2 


870 


100 


. 0 


170 


2 


Q6VN5 0 


O6vn5 0 xenomie; t--ro 


3 


870 


100 


. 0 


170 


2 


Q6VN51 


Q6vn51 gallus gall 


4 


870 


100 


. 0 


170 


2 


Q6DJJ3 


Q6djj3 xenopus lae 


5 


870 


100 


.0 


170 


2 


AAQ16146 


Aaql6146 gallus ga 


6 


870 


100 


.0 


170 


2 


AAQ16148 


Aaql614 8 xenopus t 


7 


870 


100, 


.0 


170 


2 


AAH64854 


Aah648 54 xenopus t 


8 


870 


100. 


.0 


170 


2 


CAG33219 


Cag33219 homo sapi 


9 


865 


99 


.4 


169 


1 


CALB_MOUSE 


Q63 810 mus musculu 


10 


860 


98 


. 9 


170 


2 


Q7T063 


Q7t063 xenopus lae 


11 


795 


91 , 


.4 


765 


2 


Q86YQ0 


Q86yq0 homo sapien 


12 


791 


90 < 


. 9 


170 


2 


Q9NKW7 


Q9nkw7 patinopecte 


13 


769 


88 . 


. 4 


169 


2 


Q7PQ91 


Q7pq91 anopheles g 


14 


766 


88 , 


. 0 


170 


1 


CALC DROME 


024214 drosoDhila 


15 


762 


87 , 


. 6 


170 


1 


CALB DROME 


P48451 drosophila 


16 


762 


87 . 


.6 


170 


2 


Q95P81 


Q95p81 bombyx mori 


17 


734 . 5 


84 , 


.4 


169 


2 


Q86H16 


Q86hl6 schistosoma 


18 


733 


84 . 


.3 


170 


2 


Q7Z4V8 


Q7z4v8 homo sapien 


19 


733 


84 . 


.3 


173 


2 


Q96LZ3 


Q961z3 homo sapien 


20 


733 


84 , 


. 3 


173 


2 


AAH66299 


Aah6 62 99 homo s ap i 


21 


732 .5 


84 . 


.2 


169 


2 


Q9NFN1 


Q9nfnl schistosoma 


22 


728 


83 , 


. 7 


170 


2 


Q8WYJ4 


Q8wyj4 homo sapien 


23 


707 


81. 


. 3 


170 


2 


Q7YRC9 


Q7yrc9 macaca mula 


24 


704 


80, 


, 9 


171 


2 


Q20804 


Q2 0804 caenorhabdi 


25 


702 


80 . 


. 7 


178 


1 


CALC MOUSE 


Q63811 mus musculu 


26 


702 


80 , 


, 7 


179 


2 


BAC2 6725 


Bac26725 mus muscu 


27 


699 


80. 


.3 


175 


1 


CALC_RAT 


P28470 rattus norv 


28 


580 


66. 


.7 


115 


2 


Q99LQ9 


Q99lq9 mus musculu 


29 


544 


62 . 


.5 


173 


2 


Q6CGE6 


Q6cqe6 yarrowia li 


30 


528 


60 , 


, 7 


174 


1 


CALB NEUCR 


P87072 neurospora 


31 


528 


60 . 


. 7 


175 


2 


Q9HDE1 


Q9hdel cryptococcu 


32 


517 


59. 


.4 


177 


1 


CALB_NAEGR 


P42322 naegleria g 


33 


517 


59. 


.4 


177 


2 


Q9HDD3 


Q9hdd3 cryptococcu 


34 


499 


57 . 


,4 


175 


2 


Q757B7 


Q757b7 ashbya goss 


35 


499 


57, 


,4 


175 


2 


AAS52780 


Aas527 80 ashbya go 


36 


496 


57 . 


, 0 


174 


1 


CALB_YEAST 


P25296 saccharomyc 


37 


483 


55 , 


, 5 


174 


1 


CALB SCHPO 


Q9uu93 schizosacch 


38 


483 


55 , 


. 5 


175 


2 


Q6FLU4 


Q6flu4 Candida gla 


39 


477.5 


54 , 


9 


215 


2 


Q7S748 


Q7s74 8 neurospora 


40 


475 


54 , 


,6 


175 


2 


Q874T7 


Q874t7 kluyveromyc 


41 


469 


53 . 


9 


174 


2 


Q6BWS8 


Q6bws8 debaryomyce 


42 


451 


51. 


8 


177 


2 


Q8MQT6 


Q8mqt6 toxoplasma 


43 


443 .5 


51, 


0 


169 


2 


Q867N3 


Q867n3 Paramecium 


44 


442 .5 


50 . 


9 


180 


2 


Q9GP83 


Q9gp83 dictyosteli 


45 


436 


50. 


1 


177 


2 


Q86RA7 


Q86ra7 Plasmodium 



